BioSystems, 26 (1992) 259-260 
Elsevier Scientific Publishers Ireland Ltd. 


Subject Index 
Volume 26 


adaptability, biological information processing, distributed 
control, distributed information processing, hierarchical 
systems, implicit control, 139 

amplification, bistability, irreversible transitions, metabolic 
regulation, 159 

ATP hydrolysis, flagellum, the Third Law of Mechanics, 223 


bifurcatin analysis, epigenetic system, negative cross- 
diffusion, dissipative structure, Liapunov stability, 211 

biological classification, power law distribution of size of 
taxa, fractals, 89 

biological information processing, adaptability, distributed 
control, distributed information processing, hierarchical 
systems, implicit control, 139 

biological systems, state space approach, modeling, dynamic 
simulation, 31 

biomass, information processing, neuromass, stream 
ecosystem, 155 

bistability, amplification, irreversible transitions, metabolic 
regulation, 159 

Brownian algebra, oscillator function, recognition, 99 


cellular automata, life game, self-organization, critical state, 
evolution, 135 

cellular automata, non-linear dynamics, chaos, stem-cells, 
colony forming units, 231 

cellular kinetics, mathematical modeling, T-lymphocytes, 
human immunodeficiency virus, 177 

Chagas’ disease, mathematical model, endemic states, 127 

chaos, cellular automata, non-linear dynamics, stem-cells, 
colony forming units, 231 

ciliate evolution, phylogeny, ciliate kinetome, ultrastruc- 
ture, morphogenesis, 239 

ciliate kinetome, phylogeny, ciliate evolution, ultrastruc- 
ture, morphogenesis, 239 

colony forming units, cellular automata, non-linear 
dynamics, chaos, stem-cells, 231 

community modeling, population roles, loop analyis, stabili- 
ty patterns, trophic structure, Delaware Bay plankton 
community, 75 

computer ecosystems, computer evolution model, symbiosis, 
parasitism, 199 

computer evolution model, computer ecosystems, symbiosis, 
parasitism, 199 

correlated fluctuations, fertility, heredity, non-Markovian 
stochastic branching process, 185 

cortisol secretion system, modelling fluctuation phenomena, 
117 


critical state, life game, cellular automata, self-organization, 
evolution, 135 


Delaware Bay plankton community, community modeling, 
population roles, loop analyis, stability patterns, trophic 
structure, 75 

dinoflagellate, ribosomal gene, in situ detection, non- 
radioactive probe, electron microscopy cryosections, 61 

discrete-time systems, periodic diseases, epidemic models, 
oscillations, 193 

dissipative structure, epigenetic system, negative cross- 
diffusion, bifurcatin analysis, Liapunov stability, 211 

distributed control, adaptability, biological information pro- 
cessing, distributed information processing, hierarchical 
systems, implicit control, 139 

distributed information processing, adaptability, biological 
information processing, distributed control, hierarchical 
systems, implicit control, 139 

dynamic simulation, biological systems, state space ap- 
proach, modeling, 31 


early evolution, replicator equation, mutation, 1 

electron microscopy cryosections, ribosomal gene, in situ 
detection, non-radioactive probe, dinoflagellate, 61 

endemic states, Chagas’ disease, mathematical model, 127 

epidemic models, periodic diseases, discrete-time systems, 
oscillations, 193 

epigenetic system, negative cross-diffusion, dissipative 
structure, bifurcatin analysis, Liapunov stability, 211 

evolution, life game, cellular automata, self-organization, 
critical state, 135 


feedback, stability, loop analysis, simulation, network, 
Lotka-Volterra systems, 21 

fertility, correlated fluctuations, heredity, non-Markovian 
stochastic branching process, 185 

fetus, oxygenation, placental metabolism, mathematical 
model, 45 

flagellum, ATP hydrolysis, the Third Law of Mechanics, 223 

fractals, biological classification, power law distribution of 
size of taxa, 89 


heredity, correlated fluctuations, fertility, non-Markovian 
stochastic branching process, 185 

hierarchical systems, adaptability, biological information 
processing, distributed control, distributed information 
processing, implicit control, 139 


, 
| 
| 
7 
j 


260 


human immunodeficiency virus, mathematical modeling, 
cellular kinetics, T-lymphocytes, 177 


implicit control, adaptability, biological information process- 
ing, distributed control, distributed information process- 
ing, hierarchical systems, 139 

in situ detection, ribosomal gene, non-radioactive probe, 
electron microscopy cryosections, dinoflagellate, 61 

information processing, biomass, neuromass, stream 
ecosystem, 155 

irreversible transitions, amplification, bistability, metabolic 
regulation, 159 


kinetics of O, with haemoglobin, mathematical model, oxy- 
gen dissociation curve, oxygen delivery to tissue, 171 


Liapunov stability, epigenetic system, negative cross- 
diffusion, dissipative structure, bifurcatin analysis, 211 

life game, cellular automata, self-organization, critical state, 
evolution, 135 

loop analyis, community modeling, population roles, stabili- 
ty patterns, trophic structure, Delaware Bay plankton 
community, 75 

loop analysis, stability, feedback, simulation, network, 
Lotka-Volterra systems, 21 

Lotka-Volterra systems, stability, feedback, loop analysis, 
simulation, network, 21 


mathematical model, Chagas’ disease, endemic states, 127 

mathematical model, fetus, oxygenation, placental 
metabolism, 45 

mathematical model, oxygen dissociation curve, oxygen 
delivery to tissue, kinetics of O. with haemoglobin, 171 

mathematical modeling, cellular kinetics, T-lymphocytes, 
human immunodeficiency virus, 177 

metabolic regulation, amplification, bistability, irreversible 
transitions, 159 

modeling, biological systems, state space approach, dynamic 
simulation, 31 

modelling fluctuation phenomena, cortisol secretion system, 
117 morphogenesis, phylogeny, ciliate evolution, ciliate 
kinetome, ultrastructure, 239 

mutation, early evolution, replicator equation, 1 


negative cross-diffusion, epigenetic system, dissipative 
structure, bifurcatin analysis, Liapunov stability, 211 

network, stability, feedback, loop analysis, simulation, 
Lotka-Volterra systems, 21 

neuromass, biomass, information processing, stream 
ecosystem, 155 

non-Markovian stochastic branching process, correlated 
fluctuations, fertility, heredity, 185 

non-radioactive probe, ribosomal gene, in situ detection, 
electron microscopy cryosections, dinoflagellate, 61 

non-linear dynamics, cellular automata, chaos, stem-cells, 

colony forming units, 231 


oscillations, periodic diseases, epidemic models, discrete- 
time systems, 193 

oscillator function, Brownian algebra, recognition, 99 

oxygen delivery to tissue, mathematical model, oxygen 
dissociation curve, kinetics of O2. with haemoglobin, 171 

oxygen dissociation curve, mathematical model, oxygen 
delivery to tissue, kinetics of O2 with haemoglobin, 171 

oxygenation, fetus, placental metabolism, mathematical 

model, 45 


parasitism, computer evolution model, computer 
ecosystems, symbiosis, 199 

periodic diseases, epidemic models, discrete-time systems, 
oscillations, 193 

phylogeny, ciliate evolution, ciliate kinetome, ultrastruc- 
ture, morphogenesis, 239 

placental metabolism, fetus, oxygenation, mathematical 
model, 45 

population roles, community modeling, loop analyis, stabili- 
ty patterns, trophic structure, Delaware Bay plankton 
community, 75 

power law distribution of size of taxa, biological classifica- 
tion, fractals, 89 


recognition, Brownian algebra, oscillator function, 99 

replicator equation, early evolution, mutation, 1 

ribosomal gene, in situ detection, non-radioactive probe, 
electron microscopy cryosections, dinoflagellate, 61 


self-organization, life game, cellular automata, critical state, 
evolution, 135 

simulation, stability, feedback, loop analysis, network, 
Lotka-Volterra systems, 21 

stability, feedback, loop analysis, simulation, network, 
Lotka-Volterra systems, 21 

stability patterns, community modeling, population roles, 
loop analyis, trophic structure, Delaware Bay plankton 
community, 75 

state space approach, biological systems, modeling, dynamic 
simulation, 31 

stem-cells, cellular automata, non-linear dynamics, chaos, 
colony forming units, 231 

stream ecosystem, biomass, information processing, 
neuromass, 155 

symbiosis, computer evolution model, computer ecosystems, 
parasitism, 199 


T-lymphocytes, mathematical modeling, cellular kinetics, 
human immunodeficiency virus, 177 

the Third Law of Mechanics, ATP hydrolysis, flagellum, 223 

trophic structure, community modeling, population roles, 
loop analyis, stability patterns, Delaware Bay plankton 
community, 75 


ultrastructure, phylogeny, ciliate evolution, ciliate kine- 
tome, morphogenesis, 239 


| 
= 


BioSystems, 26 (1992) 261 
Elsevier Scientific Publishers Ireland Ltd. 


Author Index 
Volume 26 


Agur, Z. Kampfner, R.R. 
Kangas, P.C. 
Bailey, J.J. Kimler, V.A. 
Berlin, Y.A. Kuz’min, V.V. 
Blamire, J. 
Bodini, A. Lenbury, Y. 
Bottoni, P. 
Brambilla, F. Matsuno, K. 
Mehr, R. 
Caserta, C. Mickens, R.E. 
Cefalo, A. Minelli, A. 
Chattopadhyay, J. Mukherjee, D. 
Chuck, E.T. Mussio, P. 
Conrad, M. 
Nakamura, T. 
Dioguardi, N. 
Drobnitsky, D.O. O’Callaghan, J. 


Eisler, K. Pacheenburawana, P. 


Pietrogrande, M. 
Pilette, R. 
Fassy, F. 
Fletcher, J.E. Randetti, M. 
Fusco, G. Renard, C. 


Géraud, M.-L. Sartori, S. 

Goldanskii, V.I. Selvakumar, S. 

Groome, L.J. Sharan, M. 

Gunji, Y.-P. Shrager, R.I. 

Gunji, Y.-P. Sigal, R. 
Soyer-Gobillard, M.-O. 


Stadler, P.F. 
Hervagault, J.-F. 


Herzog, M. 


Tapaswi, P.K. 
Honda, H. 


Vanover, L. 
Imai, E. Velasco-Hernandez, J.X. 


Iryu, Y. 
Ito, K. Watanabe, A. 


261 
139 
155 
155 
117 
: 228 
231 
193 4 
89 
211 
31 = 
99 
199 
117 
31 3 
75 
31 
159 : 
89 
171 
: 171 
177 
75 
2 61 3 
155 


4.07% 
che 
OP 
: 
4 


